Data mining and bioinformatics of the expression data of esophageal squamous cell carcinoma.
The aim is to explore the molecular regulation mechanism of the pathogenesis of the esophageal squamous cell carcinoma. The expression data of esophageal squamous cell carcinoma were obtained from the GEO database. The differential expression genes were identified by the BRB-array tools and the pathway was analyzed by DAVID online tools. The class comparison analysis showed that there were 376 differential expression genes. These genes involved in many tumor-related pathways. What is more, these pathways had common genes. As a conclusion, it was helpful to comprehensively understand the pathogenesis of esophageal squamous carcinoma using data mining and bioinformatics analysis of esophageal squamous cell carcinoma. It would offer new ideas for target therapy of the esophageal squamous cell carcinoma.